Based on current data we propose that the uninucleated-cyst-producing Entamoeba infecting 36 humans is called Entamoeba polecki and divided into four subtypes (ST1-ST4) and that
there are many described species of Entamoeba for which no molecular data are available.
while the primers used for amplification and sequencing are in Table 2 . 81 The 91 partial SSU rDNA sequences obtained included many from the same species, 82 which allowed investigation of intraspecific diversity and relationships. Four phylogenetic 83 trees produced using these partial SSU rRNA gene sequences are displayed in Fig. 3 , while 84 Table 3 provides a list of all partial SSU rDNA sequences obtained.
86
Entamoeba from cattle 87 To the knowledge of the authors, only uninucleated cysts of Entamoeba have been 88 described in cattle (Stensvold et al., 2010) and these are all ascribed to the species E. bovis; 89 however, the present study revealed that Entamoeba other than E. bovis can be found in this positions from the CO4 sequence was identified in faecal DNA from a cow in Estonia (Table   93 3), indicating that this Hilden, Germany). Some sequences were obtained using DNA extracted from purified cyst 425 suspensions as described ( (Table 2) . In a few cases, where mixed Entamoeba infections were present, PCR products 433 were cloned using the TOPO-TA Cloning® Kit (Invitrogen) before being sequenced; these 434 exceptions are noted in Tables 1 and 3 . From this initial sequence information, and where it 435 was though important to obtain the complete gene sequence, specific primers were designed 436 and primer walking used to obtain the complete sequence (Table 2) .
437
Partial SSU rDNA sequences from a large number of samples (Table 3) were obtained 438 using the broad specificity primer pairs mentioned above, and in some cases these were 439 supplemented by sequencing of additional gene regions using other primers in Table 2 were calculated using MEGA using the aforementioned alignment.
497
Phylogenetic analyses were performed as described previously (Stensvold et al., 
509
To obtain a more precise view of relationships among the cattle and langur isolates, a 510 separate alignment including 1,794 unambiguous positions was generated for a selection of 511 the complete sequences and analysis was performed using the same algorithms. Likewise, the 512 same approach was used to generate alignments and trees for some species using partial 513 sequences, to investigate the population structure. Not all partial sequences covered the same 514 region of the gene and so although all sequences could be assigned unambiguously to 515 species/lineage/subtype not all were able to be included in the phylogenetic analyses. 1 These two hosts were housed together so the source of the sample is not identifiable. 661 2 The sample was a mixture of predominantly uninucleated cysts and a few tetra-nucleated cysts. Rarely, cysts with 2, 6 or 8 nuclei were seen. 662 3 The sample contained cysts with varying number of nuclei, mostly 4 or 2 nuclei were seen with a few being uninucleate. E. bovis and RL1, RL2, RL3 and RL4 is shown. Analysis and labelling is as in Fig. 1 .
702
Sequences from E. terrapinae and E. hartmanni were included as an outgroup. Accession 703 numbers and host species are indicated in brackets for each sequence.
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